
The Biotechnology Systems Branch of the Scientific and Technical Information 
Center (STIC) detected errors when processing the following computer readable 
form: 



Application Serial Number: 
Source: 

Date Processed by STIC: 




THE ATTACHED PRINTOUT EXPLAINS DETECTED ERRORS. 

PLEASE FORWARD THIS INFORMATION TO THE APPLICANT BY EITHER: 

1) INCLUDING A COPY OF THIS PRINTOUT IN YOUR NEXT COMMUNICATION TO THE 
APPLICANT, WITH A NOTICE TO COMPLY or, 

2) TELEPHONING APPLICANT AND FAXING A COPY OF THIS PRINTOUT, WITH A 
NOTICE TO COMPLY 

FOR CRF SUBMISSION AND PATENTIN SOFTWARE QUESTIONS, PLEASE CONTACT 
MARK SPENCER, TELEPHONE: 571-272-2510; FAX: 571-273-0221 



TO REDUCE ERRORED SEQUENCE LISTINGS, PLEASE USE THE CHECKER 
VERSION 4.2 PROGRAM. ACCESSIBLE THROUGH THE U S PATENT AND 
TRADEMARK OFFICE WEBSITE. SEE BELOW FOR ADDRESS: 

http://www.uspto.gov/web/offices/pac/checker/chkrnote.htm 



Applicants submitting genetic sequence information electronically on diskette or CD-Rom should be aware tliat tlrere is 
a possibility that tlie disk/CD-Rom may have been affected by treatment given to all incoming mail. 

Please consider using alternate methods of submission for the disk/CD-Rom or replacement disk/CD-Rom. 

Any reply including a sequence listing in electronic form should NOT be sent to the 2023 1 zip code address for tire 
United States Patent and Trademark Office, and instead should be sent via the following to the indicated addresses: 

1. EFS-Bio (<httn://www.uspto.gov/ebc/cfs/downloads/documents.htm> , EFS Submission 
User Manual - ePAVE) 

2. U.S. Postal Service: Conunissioner for Patents, P.O. Box 1450, Alexandria, VA 22313-1450 

3. Hand Carry, Federal Express, United Parcel Service, or other delivery service (EFFECTIVE 06/05/04): 

U.S. Patent and Trademark OfTice, 220 20'** Street S., Customer Window. Mail Stop Sequence, Crystal Plaza Two, Lobby, 
Room 1B03, Arlington, VA 22202 



Revised 05/17/04 





n.2\v Sequence Listing Error Sumniap^ 




2 ^Invalid line Length The rules require that a line not exceed 7^ch»factcrs in length. This includes while spaces. 



3 Misaligned Amino 

Numbering 

A Non-ASCU 

5 Variable Lengih 



Uc numWing unde. cKh J* ,mino .cid « mis.Iigncd. Do not use tob codes between numbers: 
use Space eharacUri, instead. — 

Ue submitted file was not tivtT,n ASCII(DOS) ic.i; *$ required by the Sequenee Rules. I leosc 
ensure your subsequent submission Is ssved In ASCII lest. 

N 

Scquencc(s) contain n's or Xss's icp.esenlinj mo.e chin one q:sidoe. Ter Sequence Rules, 

eseh n or X'ls cm only represent » single residue. Pleise present the misimum number of cod. 
residue hiving viriible length ind indicilc in the <220>-<22 J> section Ihil some miy be missing 



Palenlln 2.0 A -bug” in Pitcnlln version 2 0 has eiuscd the <220>-<22)> section to be missing fiom oni.no oe.iJ 

-bue" lequencesfs) Notitiilly, Piieniln would luiomaticilly generate (his section f.om il.c 

previously coded nucleic acid sequence PIcosc manually copy the relevant <220> <22)> scei.on lo 
the subsequent ammo acid sequence This applielto the minrlatory <J20>-<I33> irriiOM (ur 
Artihcialor Unknown sequences. 



Skipped Sequences Scqucncc(s) missing If inienlional. please .nsen iht foUow.ng lines fo. oti. ik.pped srip.e. 

(OLD RULES) (2) INFORMATION POR SCO ID NO X (.nsen SCO ID NO "hcic ' X .s shown) 

(i) SGOUCNCC CllAkACTCRlSTlCS (Do noi .nscfi any subheadings under lli.s ».cjd.nu» 

(m) SCQUCNCC OrSCKimON SCQ in no X (msen SLQ 10 NO where X ts shown) 

This sequence »S mtcntionally skipped 



Please also idjusi iht (..) NUMOCR OF SCQUI NCCS -esponse lo ..leludr ihe sV.,.pnl u. ....... 



8 Skipped Sequences ScqueACc(s) 



_ missing 

(NLW KULkS) < 2j^>scquencc id number 
f^00> sequence id nun^ber 
000 



0 (n(cntiona), plcjsc .nsni »bc following Imcs fo* cnh \k.p,io< mi|,, 



Use oy^\ Of Xaa's Use of n s and/oi Xaa s have been dcicclcd m the Sequence Lisimg 

(NJA KUU.S) Va I 8n of Sequence Rules, use of < 220> < > .sMANOaTORV -fn’sor X aa s a,c presem 

In <220> to <223> section, please explain location of n or Xaa. and which residue n or Xaa represems 

f 

Invalid <213> 

Response 



Use of < 220> 



1 2 Palenlln 2.0 

"bug** 



Per 182) of S equence Rule s the only valid <2 1 3 > ffsponses^rc Ur sknown.^ n ir.eol Scguc me ly 
s cientific name fCcnus/sf>cocsL <220> < 2 2 3 > scd.pn »s required when <21 \> icsjionsc >\ UoiCnPvvt'A o r 
'is Ariificial Sequence 




Scqucnce(s) imssing ihc <220> ' 1 caiufc' and associated numeric idcrMificfS .-..d icsponses 

Use of <220> to <22 3> is MANOaTORV »f <2I 3> ' Orgintsnr response is '‘Artificial Sequence" or 

"Unknown.** Please explain source of genetic maicrial in lo <22 3> section 

(See ’'federal Register " 00?0l/l998. Vol 63. No. 104. pp. 2963l;32) (See. 1 .823 of Sequence Rules) 

Please do nol use "Copy to Disk" function of Paicniln version 2.0. This causes a corrupted file, 
fcsuUing in missing mandaiory numeric idcniificrs and responses (as indicalcd on raw sequence 
listing). Instead, please use "File Manager" of any other manual means to copy file lo Ooppy disk 



1 3 



Misuse of n/Xaa "n" can only represent a iir»glc nucleotide ; *'Xaa can only represent a single amino acid 



I 
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IF WO 



RAW SEQUENCE LISTING DATE: 12/21/2004 

PATENT APPLICATION: US/10/825,776 TIME: 11:45:46 

Input Set ; D:\10-825776 Sequence Data.ST25.txt 
Output Set: N:\CRF4\12212004\J825776.raw 



3 <110> APPLICANT: Getts, Robert C. 

4 Kadushin, James M. 

6 <120> TITLE OF INVENTION: Methods for Detecting and Assaying Nucleic Acid Sequences 

using 

7 Temperature Cycling 

9 <130> FILE REFERENCE: 4081.010.200 

11 <140> CURRENT APPLICATION NUMBER: 10/825,776 

12 <141> CURRENT FILING DATE: 2004-04-16 

14 <150> PRIOR APPLICATION NUMBER: US 60/261,231 

15 <151> PRIOR FILING DATE:^ 2001-01-13 

17 <150> PRIOR APPLICATION 'nUMBER : 10/050,088 

18 <151> PRIOR FILING DATE: 2002-01-14 
20 <160> NUMBER OF SEQ ID NOS: 4 
22 <170> SOFTWARE: Patentin version 3.3 

24 <210> SEQ ID NO: 1 

25 <211> LENGTH: 48 

26 < 212 > TYPE: DNA 

27 <213> ORGANISM: Artificial Sequence 

29 <220> FEATURE; 

30 <223 > OTHER INFORMATION: Sequence of primer for use with Cy3 

33 <220> FEATURE: 

34 <221> NAME/KEY: misc_feature 

35 <222> LOCATION: (1) . . (48) 

37 <400> SEQUENCE: 1 

38 ggccgactca ctgcgcgtct tctgtcccgc cttttttttt tttttttt 48 

41 <210> SEQ ID NO: 2 

42 <211> LENGTH: 48 

43 <212> TYPE: DNA 

44 <213> ORGANISM: Artificial Sequence 

46 <220> FEATURE: 

47 <22 3 > OTHER INFORMATION: Sequence of primer for use with Cy5 

50 <220> FEATURE: 

51 <221> NAME/KEY: misc_feature 

52 <222> LOCATION: (1)..(48) 

54 <400> SEQUENCE: 2 




55 cctgttgctc tatttcccgt gccgctccgg tttttttttt tttttttt 

58 <210> SEQ ID NO: 3 \ 

59 <211> LENGTH: 12 \'t . 

60 <212> TYPE: RNA^.^^ 

61 <213> ORGANISM: (Eukaryotic Poly A Tail^^^^V^'^ . 

64 <220> FEATURE: ^ ^ ^ /OO'' 



65 <221> NAME/KEY 

66 <222> LOCATION 
68 <400> SEQUENCE 



polyA_site 
( 1 ) . . ( 12 ) 

3 









->5ee, I |o co / 

file://C:\CRF4\OuthoW\VsrJ825776.htm ^ 
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RAW SEQUENCE LISTING DATE: 12/21/2004 

PATENT APPLICATION: US/10/825,776 TIME: 11:45:46 

Input Set : D:\10-825776 Sequence Data.ST25.txt 
Output Set: N:\CRF4\12212004\J825776.raw 

69 aaaaaaaaaa aa 12 

72 <210> SEQ ID NO: 4 

73 <211> LENGTH: 12 

74 <212> TYPE: DNA 

75 <213> ORGANISM: Artificial Sequence 

77 <22 0> FEATURE: 

78 <223> OTHER INFORMATION: Poly T for hybridization to Poly A tail 

81 <220> FEATURE: 

82 <221> NAME/KEY: misc_f eature 

83 <222> LOCATION: (1)..(12) 

85 <400> SEQUENCE: 4 

86 tttttttttt tt 12 



file://C:\CRF4\Outhold\VsrJ825776.htm 
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VERIFICATION SUMM2UIY DATE: 12/21/2004 

PATENT APPLICATION: US/10/825,776 TIME: 11:45:47 

Input Set : D:\10-825776 Sequence Data.ST25.txt 
Output Set: N:\CRF4\12212004\J825776.raw 



file;//C:\CRF4\Outhold\VsrJ825776.htm 
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